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CORRESPONDENCE
New guidelines for deposition of nucleic acid structures
Joel L Sussman and Helen M Berman: From January 1,
1996, data for crystal structures of oligonucleotides
should be deposited directly with the Nucleic Acid
Database (NDB). Once the data are processed they
will be forwarded to the Protein Data Bank (PDB)
for deposit in the central single archive. This will
simplify current procedures and make the data on
nucleic acids available more quickly. Protein-nucleic
acid complexes and all NMR structures should
continue to be deposited at the PDB. All crystal
structure data for DNA and RNA will continue
to be available from both the NDB and the PDB.
To deposit the data, submit the coordinates, structure
factors and current PDB deposition form to:
deposit@ndbserver.rutgers.edu.
A preprint of the related manuscript should be mailed or
faxed to:
Anke Gelbin, The Nucleic Acid Database, Department
of Chemistry, Rutgers, The State University of New
Jersey, PO Box 939, Piscataway, NJ 08855-0939, USA.
Fax: (908) 445 5958
Joel L Sussman (Head, Protein Data Bank), Chemistry
Department, Brookhaven National Laboratory, Associ-
ated Universities, Inc., PO Box 5000, Upton, NY
11973-5000, USA and Helen M Berman (Head, Nucleic
Acid Database), Department of Chemistry, Rutgers, The
State University of New Jersey, Wright-Rieman Labora-
tories, PO Box 939, Piscataway, NJ 08855-0939, USA.
CORRIGENDUM
2 A crystal structure of an extracellular fragment of human CD40 ligand
Michael Karpusas, Yen-Ming Hsu, Jia-huai Wang, Jeff Thompson, Seth Lederman, Leonard Chess and David Thomas
Structure 15 October 1995, 3:1031-1039
In the sequence alignment of TNF-like domains (Fig. 4),
the correspondence of some residues was not entirely
optimal because not enough weight was assigned to
structural considerations (such as Ca-Coa distance
homology). The following alignment takes into account
structural homology more than sequence homology.
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Fig. 4. Sequence alignment of the TNF-
like domains of TNFe, LTa and CD40L
based on structural considerations. The
secondary structure assignment and
numbering at the top of the figure corre-
spond to CD40L. Asterisks in line 1
indicate residues of the LTao sequence
that are involved in contacts with the
TNF receptor. In line 2, CD40L residues
for which mutations affect CD40 bind-
ing are indicated with a minus (-) sign,
while those at which mutations have a
minimal effect or no effect on CD40
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